Background: Recent genome-wide association studies (GWAS) have found a single nucleotide polymorphism (SNP, rs2274223 A.G) in PLCE1 to be associated with risk of gastric adenocarcinoma. In the present study, we validated this finding and also explored the risk associated with another unreported potentially functional SNP (rs11187870 G.C) of PLCE1 in a hospital-based case-control study of 1059 patients with pathologically confirmed gastric adenocarcinoma and 1240 frequency-matched healthy controls.
Introduction
Gastric cancer is one of the leading causes of cancer-related deaths in the world, accounting for 8% of the total new cases and 10% of total deaths worldwide in 2008 [1] . The high incidence occurs particularly in areas of East Asia (especially China and Japan), Eastern Europe and parts of Central and South America [2] . In China, gastric cancer remains to be a major cancer burden, and two thirds of the incident cases take place in rural areas, ranking the third most common cancer in China [3] . Although the mortality rate has declined due to improvement in social-economic environment, lifestyle, nutrition intake and health care system, there are still urgent needs for early diagnose and cancer prevention because of poor prognosis and lack of novel treatments for this disease.
Gene-environment interaction continues to be an acknowledged cause for gastric cancer carcinogenesis [4] . Previously established environmental factors associated with risk of gastric cancer include Helicobacter pylori infection [5] , dietary habits (e.g., high intake of salt-preserved and nitrated foods), smoking, pernicious anemia and a history of partial gastrectomy [6] . Extensive epidemiological studies have demonstrated that genetic variants, particularly single nucleotide polymorphisms (SNPs), are likely to modulate the effect of environmental risk factors through modifying functions of various biological pathways involved in gastric carcinogenesis in response to environmental exposure.
Previous molecular epidemiologic studies on associations between SNPs and risk of gastric cancer primarily focused on those involving inflammatory cytokines (like IL-1b and TNF-a) [7] , metabolic enzymes (such as the cytochrome P450 superfamily [8] , glutathione S-transferase family [9] , folate metabolism related enzymes [10] ) and DNA repair genes [11, 12] . Recently, two genome-wide association studies (GWASs) [13, 14] have reported a shared susceptible locus at 10q23 (rs2274223A.G, exon 26) in the PLCE1 gene associated with risk of gastric adenocarcinoma. In one GWAS, PLCE1 rs2274223 was reported to be associated with risk of both esophageal squamous cell carcinoma and gastric cardia adenocarcinoma in northern Chinese populations [13] , and the other GWAS reported a similar finding in ethnic Chinese populations in other geographic areas [14] , in which an association was found only in gastric cardia adenocarcinoma but not gastric noncardia adenocarcinoma. Such a finding was replicated in another independent case-control study of gastric cancer in a Chinese population [15] .
The PLCE1 gene encodes phospholipase C [16] that catalyzes the hydrolysis of polyphatidylinositol 4,5-bisphosphate into second messengers such as inositol 1,4,5-trisphosphate and 4,5-diacylglycerol [17, 18] . The phospholipase C also functions as an effector protein in Ras-, Rho-and G abc -mediated signaling [19] , a mediator of extracellular signaling, further affecting cell motility, fertilization and sensory transduction [20] . Therefore, we hypothesized that SNPs in the PLCE1 gene are associated with gastric cancer risk in eastern Chinese populations. To test this hypothesis, in addition to the reported rs2274223A.G, we also selected another potentially functional SNP rs11187870G.C in the 39UTR miRNA binding site of PLCE1 identified by HapMap and SNPinfo (http://snpinfo. niehs.nih.gov/), which is in incomplete linkage disquilibrium (LD) with rs2274223 (r 2 = 0.65, D' = 0.92) as well as in high LD with three of the novel SNPs revealed in GWAS of gastric cancer (rs753724 G.T, r 2 = 0.823; rs11187842 C.T, r 2 = 0.823; rs3781264 T.C, r 2 = 0.823) [14] . We further measured the PLCE1 mRNA expressions in paired tissue samples of different genotypes to investigate the possibly functional role of variant rs2274223 in the etiology of gastric adenocarcinoma.
Materials and Methods

Study Population
The study population consisted of 1,059 Han Chinese patients with newly diagnosed and histopathologically confirmed gastric cancer from Fudan University Shanghai Cancer Center (Shanghai, China) between 2009 and 2010. All patients came from the Eastern China, including Shanghai, Jiangsu and the surrounding regions. Exclusion criteria included gastric adenosquamous carcinoma, squamous cell carcinoma, neuroendocrine tumor, stromal tumor, metastasized cancer from other organs and esophageal tumors. In addition, 1,240 cancer-free controls were recruited from Taizhou Longitudinal Study (TZL) at the same period with the selection criteria including no individual history of cancer [21] . These cancer-free Han Chinese controls were frequency matched to the cases on age (65 years) and sex. At recruitment, each participant was personally interviewed to gather demographic data (such as age, sex, and ethnicity) and environmental exposure history, including smoking and alcohol consumption. After interview, each participant donated approximately 10 mL of blood, of which 1 mL was used for genomic DNA extraction. This study was approved by the Institutional Review Board of Fudan University Shanghai Cancer Center.
SNP Selection and Genotyping
PLCE1 is located on chromosome 10q23 with 32 exons (NM_001165979.1), encoding for a protein of 2286 amino acids (BC144286.1) (NCBI dbSNP database: http://www.ncbi.nlm.nih. gov/). Besides the non-synonymous rs2274223 SNP identified in the published GWAS [13, 14] , we searched the NCBI dbSNP database for other common, potentially functional SNPs of PLCE1 by using a set of tools at the website SNPinfo (http://snpinfo.niehs. nih.gov/). Potentially functional SNPs were defined as nonsynonymous SNPs with minor allele frequency (MAF) .5%, SNPs located at the 59 UTR, 39UTR and splice sites. The rs11187870 SNP located in the miRNA binding site of the 39UTR and rs3203713 of the 59 UTR were selected by SNPinfo, but rs3203713 was not detected in Asians as listed in the NCBI dbSNP database, nor in our study population (data not shown). As a result, we genotyped two SNPs (rs2274223A.G and rs11187870G.C) of PLCE1 using genomic DNA isolated from blood samples using the QIAamp DNA blood maxi kit (Qiagen, Valencia, CA). Genotyping for SNPs rs2274223 and rs11187870 was performed using the Taqman assays (Applied Biosystems, Foster City, CA) with a 7900 HT sequence detector system (Applied Biosystems). As recommended by the company, four negative controls (without DNA template) and two duplicated samples were included in each 384-plate for the quality control. The assays were repeated for 5% of the samples, and the results were 100% concordant.
Tissue Preparation
According to genotyping results of rs2274223, we further performed the real-time PCR analysis by using surgically removed tissues from 48 patients with different genotypes (including 17 AA, 15 AG and 16 GG genotype carriers). All of these patients had undergone gastrectomy for gastric adenocarcinoma without preoperative treatment and provided written informed consent. Gastric adenocarcinoma tumor and adjacent normal tissues were dissected and evaluated by a pathologist after surgery, transferred into liquid nitrogen immediately after resection and stored at 280uC until use at Department of Pathology and Tissue Bank of Shanghai Cancer Center, Fudan University. This use of these specimens was approved by the institutional review board.
Real-Time PCR
RNA was extracted from samples of tumor and corresponding normal tissues with the TRIzol reagent (Invitrogen) according to the manufacturer's instructions. One micrograms of each RNA sample was subjected to reverse transcription (RT) with the PrimeScriptH RT Master Mix system, according to the manufacturer's instructions (TAKARA). The primers used for the real-time RT-PCR were: 59-CCTGGGCATAAGCACTACCAAG-39 and 59-GTCTTGAGGATCAGAACCACTCC-39 for PLCE1; 59-AGCCTCGCCTTTGCCGAT-39 and 59 CTTCTGACC-CATGCCCACC 39 for b-actin. A total of 1 ml of the resulting cDNA reaction mixture was used to set up the real-time PCR, using the ABI Prism 7900 HT Sequence Detection System with the following cycling conditions: (i) 30 s at 95uC and (ii) 40 cycles, with every cycle consisting of 5 s at 95uC, 30 s at 60uC. Each sample was run in triplicate, and b-actin was used as an internal reference under the same experimental conditions. The PCR products were analyzed by melting curves and agarose gel electrophoresis to monitor specificity. The values were obtained through normalizing PLCE1 copies to b-actin copies. For each sample, the difference in threshold cycles for each PLCE1 copy was calculated by 2-DCT (DCT = Avg. PLCE1 CT -Avg.bactin CT). 2-DDCT was also calculated and DDCT was 
Statistical Analysis
Pearson's x 2 test was used to evaluate differences in the distributions of categorical variables, including selected demographic variables, the known risk factors, such as smoking and drinking status, as well as frequencies of PLCE1 genotypes between the cases and controls. The Hardy-Weinberg equilibrium of the control genotype distributions was tested by a goodness-of-fit x 2 test. Both univariate and multivariate logistic regression analyses were conducted to estimate odds ratios (ORs) and 95% confidence intervals (CIs) for associations between different genotypes and risk of gastric cancer and were stratified by age, sex, smoking/drinking status and primary tumor site. The homogeneity tests were also performed to test for any difference in the risk estimates between the strata. Haplotype frequencies and individual haplotypes were estimated and analyzed using Statistical Analysis Software PROC HAPLOTYPE. Paired-Sample Student's t test was applied for the comparison of mRNA levels between paired samples of different genotype. All tests were two-sided using the Statistical Analysis Software (v.9.1 SAS Institute, Cary, NC), and P,0.05 was considered statistical significant.
Results
Characteristics of the Study Population
As shown in Table 1 , the final analysis included 1,059 cases and 1,240 controls who were adequately frequency matched by age and sex (P = 0.425 and 0.117, respectively). The mean age was almost the same between cases (58.40611.32 years) and controls (58.40611.99 years) The cases had more smokers and drinkers (38.1% and 23.7%, respectively), compared with the controls (34.0% and 18.1%, respectively; P = 0.041 and P = 0.001, respectively). In addition, more cases reported to be heavy smokers than did the controls (21.72% vs. 17.34% for ,22.5 pack-years; P = 0.028). These variables (i.e., age, sex, smoking status and drinking status) were further adjusted for in later multivariate logistic regression analyses. Of the cases, 284 (26.82%) had cardia gastric cancers, and 775 (73.18%) had noncardia gastric cancers.
Associations between PLCE1 Genotypes and Risk of Gastric Cancer
Genotype distributions of the two selected SNPs (rs2274223 and rs11187870) in cases and controls are summarized in Table 2 . The observed genotype frequencies for the two SNPs agreed with the expected from the Hardy-Weinberg equilibrium in the controls (P = 0.224 for rs2274223 and P = 0.688 for rs11187870). The genotype distributions between the cases and controls were significantly different for both rs2274223 and rs11187870 (P = 0.0012 and P = 0.010, respectively). In the dominant model, a significantly increased risk of gastric cancer was associated with variant genotypes (AG+GG) of rs2274223 with an adjusted OR of 1.35 (95% CI = 1.14-1.60) and (CG+CC) of rs11187870 with an adjusted OR of 1.26 (95% CI = 1.05-1.50), compared with the wild-type homozygous genotypes, respectively. In addition, the variant rs2274223 G and rs11187870 C alleles were significantly associated with increased risk of gastric cancer (adjusted OR = 1.26, 95% CI = 1.10-1.45 for rs2274223 G allele; adjusted OR = 1.22, 95% CI = 1.05-1.42 for rs11187870 C allele, respectively), with P values of 0.001 and 0.01, respectively.
To explore the independence of rs2274223 and rs11187870 with gastric cancer risk, they were simultaneously included in a logistic regression model with adjustment for other covariates. The strength of the association for rs2274223 (OR = 1.39, 95% CI = 1.07-1.81) was almost unchanged, while the association for rs11187870 (OR = 0.96, 95% CI = 0.73-1.26) was attenuated, indicating that only rs2274223 was independently associated with gastric cancer risk. Finally, we also performed a mini-meta analysis of PLCE1 rs2274223 with our and the published three other studies ( Figure 1) . Consistently, we found that PLCE1 rs2274223 variant G allele was significantly associated with an increased risk of gastric cancer (the pooled OR = 1.43; 95% CI = 1.29-1.58 for the AG genotype and OR = 2.00; 95% CI = 1.62-2.46 for the GG genotype, compared with the AA genotype) based on 7115 cases and 16201 controls in our pooled analysis.
We then categorized the putative risk alleles of the two SNPs into the number of combined variant alleles (i.e., rs2274223G and rs11187870C) to further analyze their possible joint effect and potential locus-locus interaction of PLCE1 SNPs on risk of gastric cancer. As shown in Table 2 , when we trichotomized the subjects into three groups according to the number of combined variant alleles, the number of observed risk alleles was associated with gastric cancer risk in an allele-dose response manner (P for trend = 0.0002). Specifically, when the ''0'' risk allele group was used as the reference, the increased risk of gastric cancer was 1.36 fold (95% CI = 1.14-1.62) for those who carried ''1-2'' risk alleles and the risk increased to 1.43 fold (95% CI = 0.97-2.09) for those who carried ''3-4'' risk alleles. Because relatively fewer subjects carried ''3-4'' risk alleles, we merged ''1-2'' and ''3-4'' into one group of ''$1'' risk alleles. As a result, individuals who carried 1-4 risk alleles exhibited a significantly increased risk of gastric cancer (adjusted OR = 1.37, 95% CI = 1.16-1.62), compared with those who did not carry any risk alleles. Then, we used this combined group for further stratified analysis.
Stratification Analysis
As shown in Table 3 , the stratification analysis indicated that the risk associated with the combined rs2274223 variant AG/GG genotypes and rs11187870 variant CG/CC genotypes was more evident in males (adjusted OR = 1.37, 95% CI = 1.12-1.67 for rs2274223 AG/GG genotypes; adjusted OR = 1.33, 95% CI = 1.08-1.65 for rs11187870 CG/CC genotypes, respectively), non-smokers (adjusted OR = 1.45, 95% CI = 1.17-1.79 for rs2274223 AG/GG genotypes; adjusted OR = 1.30, 95% CI = 1.04-1.62 for rs11187870 CG/CC genotypes, respectively), non-drinkers (adjusted OR = 1.38, 95% CI = 1.14-1.66 for rs2274223 AG/GG genotypes; adjusted OR = 1.22, 95% CI = 1.00-1.48 for rs11187870 CG/CC genotypes, respectively) and subjects with cardia cancer (adjusted OR = 2.07, 95% CI = 1.59-2.70 for rs2274223 AG/GG genotypes; adjusted OR = 1.86, 95% CI = 1.42-2.43 for rs11187870 CG/CC genotypes) compared with those without any variant genotypes. Consistently, the increased gastric cancer risk associated with any ($1) of the variant risk alleles or genotypes was also more pronounced among non-smokers (adjusted OR = 1.51, 95% CI = 1.22-1.86) and non-drinkers (adjusted OR = 1.40, 95% CI = 1.16-1.69), compared with those without any (0) variant risk alleles. Additional analysis with groups of pack-years smoked did not generate more striking data (data not shown) than did the smoking status. Further homogeneity tests suggested that there were no differences in the risk estimates between these strata except for tumor site. There was no statistical evidence for interactions between the variant genotypes and any of the tested variables (i.e., age, sex, smoking status and alcohol consumption) on risk of gastric cancer (data not shown).
Haplotype and Stratification Analyses
By using the SAS PROC HAPLOTYPE program, we estimated four possible hapolotypes from the observed genotypes of the two SNPs and assessed their associations with gastric cancer risk ( Table 4) . When the most common haplotype A rs2274223 G rs11187870 was used as the reference, G rs2274223 C rs11187870 and G rs2274223 G rs11187870 haplotypes were both associated with a significantly increased risk of gastric cancer (adjusted OR = 1.24, 95% CI = 1.06-1.45, adjusted OR = 1.34, 95% CI = 1.04-1.72, respectively), whereas subjects who carried the A rs2274223 C rs11187870 haplotype had non-significantly increased risk of gastric cancer (adjusted OR = 1.33, 95% CI = 0,74-2.38), which may be due to the limited sample size of this subgroup. 
Real-Time PCR Analysis
To identify a possible association of rs2274223 and rs11187870 with PLCE1 mRNA levels, we further analyzed PLCE1 expression levels of tumor and adjacent noncancerous tissues from patients with different genotypes. A total of 48 gastric cancer tissues and corresponding normal noncancerous tissues were subjected to the real-time PCR to quantify PLCE1 transcript levels. As shown in Figure 2A , the expression levels of PLCE1 mRNA was significantly lower in tumors than in adjacent noncancerous tissues in all samples, about 0.41 fold compared with noncancerous tissues. (0.01960.002 vs. 0.00860.001, P,0.05). A higher expression level of PLCE1 mRNA levels was observed in both AG and GG carriers for rs2274223 in the controls (about 1.22 fold in AG carriers and 1.09 fold in GG carriers versus AA carriers) but a lower level in the GG carriers of the cases, compared to that of the AA carriers of the cases. As shown in Figure 2B , the expression of PLCE1 by genotypes of rs11187870 was very close to that of rs2274223, and there was no significant difference in PLCE1 expression among the three genotypes in adjacent normal tissues.
Because the risk associated with the combined rs2274223 variant AG/GG genotypes and rs11187870 variant CG/CC genotypes was more evident in subjects with cardia cancer, we also compared the PLCE1 expression in subtypes of cardia gastric cancer and non-cardia gastric cancer. In cardia gastric cancer, GG carriers showed a higher expression of PLCE1(1.08 fold, compared with that AA carriers; P = 0.91), while in noncardia gastric cancer, AG carriers showed a 1.52 fold higher expression of PLCE1 than that of the AA carriers (P = 0.96) ( Figure 2C ).
Discussion
In this case-control study, we investigated the associations of two novel, potentially functional SNPs, one located in exon 26 (rs2274223A.G) and the other located in the 39 UTR (rs11187870G.C) of PLCE1, with risk of gastric cancer in an eastern Chinese population. The variant genotypes of each SNP were associated with increased risk of gastric cancer, and this risk was more evident in subgroups of males, non-smokers, nondrinkers and patients with gastric cardia adenocarcinoma. In the combined analysis, the joint effect of risk alleles contributed to the risk of gastric cancer in an allele dose-response manner. Therefore, our findings support the hypothesis that potentially functional SNPs of PLCE1 may play a role in the etiology of gastric cancer. This finding is consistent with that reported in two recent GWASs of northern Chinese populations [13, 14] and another independent replication study [15] .
The PLCE1 gene is a member of the phospholipase C family [22, 23, 24] . The PLCE1 protein contains one CDC25 domain at its amino terminus that functions as a GEF for H-Ras and/or Rap1. Two RA domains located at the carboxyl terminus of PLCE1 are associated with H-Ras and Rap1A in a GTPdependent manner. These structural features suggest that PLCE1 is regulated downstream of the Ras superfamily GTPases [25, 26] . PLCE1 catalyzes the hydrolysis of polyphosphoinositides into two intracellular second messengers, such as inositol-1,4,5 trisphosphate (IP 3 ) and diacylglycerol (DAG) that are involved in calcium mobilization and protein kinase C activation, respectively [25, 27] . Therefore, PLCE1 acts as an effector of the Ras family small GTPases and thus plays an important role in regulating cell growth, differentiation and development. There is evidence that PLCE1 may be associated with pathogenesis; for example, positional cloning revealed that mutations in PLCE1 were responsible for the early-onset nephrotic syndrome [28] and that the relatively frequent mutations in PLCE1 might cause isolated diffuse mesangial sclerosis (IDMS) [29] . Recent studies also have shown that PLCE1 could play crucial roles in intestinal tumorigenesis and skin tumor formation [30, 31] . It is likely that the PLCE1 may play a role in tumorigenesis by a mechanism of augmentation of angiogenesis and inflammation responses [30, 31] . To date, only two recent GWASs [13, 14] and a replication study [15] have investigated the association between genetic variations of PLCE1 and susceptibility to gastric cancer. In the present study, we confirmed the reported association between the PLCE1 rs2274223A.G SNP and gastric cancer susceptibility [13, 14, 15] . Our mini-meta analysis results showed that the risk estimates of the AG or GG genotype vs. the AA genotype in our study were similar to that of the other three published studies. In addition, the 39 UTR rs11187870G.C SNP of PLCE1 was identified for the first time to be associated with increased risk of gastric cancer, although this SNP is in incomplete LD with rs2274223A.G. It is likely that this SNP in the 39UTR may disrupt the microRNA-mRNA interaction and affect expression of the microRNA targets [32, 33] . In the combined analysis, subjects who carried more risk alleles (i.e., rs2274223G and rs11187870C) of PLCE1 showed a higher risk of gastric cancer, suggesting a joint effect of these two SNPs on gastric cancer susceptibility. In further logistic regression analysis by simultaneously adjusting for each of the two loci, only the risk associated with rs2274223 remained statistically significant, which may reflect the fact that rs11187870 is in incomplete LD with rs2274223. In the haplotype analysis, compared with the most common A rs2274223 G rs11187870 haplotype, the G rs2274223 C rs11187870 and G rs2274223 G rs11187870 haplotypes were strongly associated with an increased risk of gastric cancer. Taken together, the potentially functional rs2274223G and rs11187870C alleles are most likely to be responsible for the observed risk associated with genetic variations in PLCE1.
In the stratified analysis, the combined effect of rs2274223 and rs11187870 SNPs was more evident in males, non-smokers, nondrinkers and cardia adenocarcinomas. These findings are consistent with the concept of genetic susceptibility, in which individuals at risk are likely to develop cancer when they have been exposed to a low level of exposure. There are several possibilities for such findings. First of all, by definition, ''nonsmokers'' and ''non-drinkers'' were those who may have exposed to low levels of smoking or alcohol, and never smokers may have been exposed to passive smoking or other unknown carcinogens in the environment. For smokers and drinkers, the effect of genetic variations may be overwhelmed by the strong impact of environmental carcinogens. In contrast, for those who exposed to low levels of smoking or alcohol, genetic variations may play a dominant role in the initiation of carcinogenesis. Secondly, our study is still not large enough to provide enough statistical power to detect any gene-environment interaction. Therefore, larger population-based studies, preferably with detailed information about passive smoking, are required to further validate our findings. As cancer is a complex and multifactorial disease, genegene and gene-environment interactions may occur, and a single genetic variant is insufficient to predict the overall risk. Thus, future studies should include more functional SNPs in PLCE1 or in other related genes in the similar biological pathways that may be involved in the etiology of gastric cancer.
To verify whether rs2274223 would affect PLCE1 expression and thus play a role in the etiology of gastric cancer, we used the real-time PCR to measure PLCE1 expression at the mRNA level. Overall, the mRNA expression level was much lower in the tumors than in the adjacent normal tissues, which was consistent with two separate studies on colorectal carcinoma [34, 35] . In these two studies, over-expression of PLCE1 caused a higher rate of cell death, inhibition of proliferation or promoted apoptosis in colorectal tumor cells, indicating that PLCE1 might negatively regulate viability and proliferation of colorectal tumor cells and thus might act as a tumor suppressor gene [34, 35] . In the present study, there was a non-significantly higher expression of PLCE1 mRNA in AG and GG carriers than in AA carriers in the controls; however, such a difference did not show in the GG carriers of the cases. This discrepancy is either due to limited samples used for the detection or the cases with the GG genotype may have other unknown defects, such as lost of heterozygosis, because the GG genotype was associated with much lower PLCE1 expression in the cases but not in the controls. Meanwhile, higher expression was observed in subjects carrying the AG genotype but not the GG genotype. This may be due to the relative small sample size for the real time PCR analysis or there were some unknown mechanisms, e.g., PLCE1 may be regulated by other genes involved in cell growth and differentiation. The expression levels of PLCE1 were also different between cardia and noncardia tumors, that is, there was a higher expression level in GG carriers in cardia cases but a higher expression in AG carriers in noncarida cases. This may also be due to the limited sample size of cardia cases. Therefore, the expression of PLCE1 was not found to be influenced by this polymorphism in our study, suggesting that some unknown consequences of the polymorphism, rather than a quantitative change, may be associated with the development of gastric cancer. It is also possible that the expression of PLCE1 may be linked to some other polymorphisms within PLCE1 or elsewhere in the genome, as well as some other factors that may enhance or repress its expression. In addition, the sample size of the current study was relatively small, and larger study is needed to confirm the results of our present study and better clarify the implication of the genetic background of PLCE1 on the development of gastric cancer.
Several limitations of our study need to be addressed. Firstly, this was a hospital-based case-control study with patients from hospitals and controls from the community, and thus selection bias cannot be completely excluded. However, potential confounding bias may be minimized by frequency-matching cases and controls on age, sex, areas of residence and further adjustment for potential confounding factors in final analyses. Second, the sample size of our study was moderate, and the statistical power of the study may be limited, particularly for the stratified analysis and detection of gene-environmental interactions, although our mini-meta analysis suggested that the risk estimate of variant genotype in our study was very close to that of other published studies. Third, only two potentially functional SNPs of PLCE1 were genotyped in this study, which did not cover all variants of PLCE1 and restricted further haplotype analysis. Fourth, the functional analysis in the form of mRNA expression levels may be rudimentary, further functional analysis with immunohistochemistry for rs2274223 in exon and plasmid construction for luciferase assay for rs11187870 in 39UTR are needed to unravel the underlying mechanism. Finally, information on other exposures, such as dietary intake, occupational exposure and Helicobacter pylori infection, were not available for analysis. Future studies need to address whether these factors interact with genetic variants in PLCE1 in the etiology of gastric cancer.
In conclusion, in this case-control study of gastric cancer in an eastern Chinese population, we provided statistical evidence that confirmed the associations between the reported PLCE1 rs2274223, as well as the novel rs11187870, and risk of gastric cancer. Consistently, the combined effect of these two SNPs and their estimated haplotypes were also associated with gastric cancer risk, suggesting that genetic variations in the PLCE1 gene may play a role in the development of gastric cancer. However, these findings call for larger and more in-depth molecular studies that are needed to unravel the role of rs2274223G and rs11187870C alleles in the etiology of gastric cancer.
